I. HOST-INTRONIC MIRNAS CORRELATION DATA
We collected the correlation results reported by Wang et al. [1] , Liang et al. [2] , Baskerville et al. [3] , and Ruike et al. [4] . Wang's data, reported in terms of p-values, are transformed to Pearson correlation coefficients to be consistent with other data. The transformation is done based on the significance of a correlation coefficient test [5] . In addition, we applied the data given in [6] and [7] and computed the correlation between the matched host genes and intronic miRNAs;we refer this method as Rad. In order to compute the correlation between the expression profiles of miRNAs and mRNAs in Rad data, we analyzed the data collected in [8] . Ritchie et al. analyzed miRNAs expression data cloned by Landgraf, et al. [7] . After downloading their data and processing them we obtain the expressions of 117 human miRNAs and the expression of 22283 genes over 117 samples. We then computed the correlation between all miRNA-mRNA pairs.
In this way, we obtain correlation coefficients for 84 host-intronic miRNA pairs from five different datasets (Table S5) . We expect that co-expressed host-miRNA pairs show strong correlation in at least two of these five datasets. The scatter plots (Fig. ??) of the correlation data however show that the data are highly non-overlapping and somehow inconsistent, suggesting that solely relying on correlation data may not be sufficient to declare a host-intronic miRNA pair co-transcribed. 
